ABSTRACT Multiple antimicrobial-resistant strains of Salmonella enterica serovar Newport have been recorded. Study on phages infecting S. Newport may provide new therapeutics or diagnostics for this pathogen. Here, we describe the complete genome sequence of the T4-like phage Melville that uses S. Newport as one of its hosts.
Melville is a T4-like phage and belongs to the genus S16virus. Melville encodes homologs of the protector from prophage-induced early lysis genes rIIA and rIIB, as is common among T4-like phages. It shares 93.9% and 90.5% whole-genome DNA sequence identity by BLASTn with the Salmonella phage STML-198 (GenBank accession numbers NC_027344) and Salmonella phage vB_SenMS16 (S16; GenBank accession number NC_020416), respectively. As is the case with phage S16, Melville contains a tandem gene duplication of the predicted capsid vertex protein (GenBank accession numbers ATN93139 and ATN93140). The long tail fiber distal subunit of Melville (GenBank accession number ATN93217) has 76% identity with that of phage S16, which recognizes the outer membrane protein OmpC and has an unusually broad host range within the genus Salmonella (18) .
Data availability. The genome sequence of phage Melville was deposited under GenBank accession number MF957259. The associated BioProject, SRA, and BioSample accession numbers are PRJNA222858, SRR8788210, and SAMN11259695, respectively.
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